We present the complete genome sequence of an enterohemorrhagic Escherichia coli O111:H8 strain. This strain was isolated from a hemolytic-uremic syndrome patient and was responsible for a large outbreak associated with the consumption of raw beef in 2011.
Illumina short reads (7) . Annotation was performed in Prokka version 1.11 (8) , InterPro version 49.0 (9) , and NCBI BLASTP/BLASTX.
In Illumina and PacBio sequencing, the read numbers were 5,894,924 and 195,083 (mean read length, 7,798 bp), respectively. The total read lengths for Illumina and PacBio sequencing were 732,012,018 bp and 1,521,220,270 bp, respectively; the mean coverage was 132-fold and 273-fold, respectively. The complete genome sequence consists of a chromosome and seven plasmids as shown in Table 1 . The strain carried a novel Stx2 prophage but did not carry a Stx1 prophage. These data would be helpful for the characterization of stx 2 -positive EHEC O111 and improve the resolution of the surveillance using whole-genome sequencing (10, 11) .
Data availability. The complete genome sequence of EHEC O111:H8 strain 110512 was submitted to DDBJ/ENA/GenBank under the accession numbers AP019761 through AP019768. The primary data were deposited in the NCBI primary data archive, SRA, under the reference number DRP005302. 
